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Materials and methods
Affymetrix HuGene 1.0 ST microarrays were used to generate whole transcript expression profiles in 11 BRAF wt and 14 BRAF mut PTCs. A p-value with a false discovery rate (FDR) ≤ 0.05 and a fold change > 2 were used as a threshold of significance for differential expression. Spearman's correlation as a similarity matrix was utilized for unsupervised two dimensional hierarchical clustering. The BRAF mutational status was surveyed by direct sequencing the hotspot region of BRAF exon 15. 
Results

Hundred
Conclusions
This study provides a detailed overview of differentially expressed genes between BRAF wt vs. BRAF mut conventional PTCs using whole transcript, high-density microarrays. Valuable candidate genes shall be assessed further to identify molecular pathways and molecular biomarkers which distinguish BRAF wt from BRAF mut PTCs. This study was supported by King Abdulaziz City for Science and Technology (KACST) grants 09-BIO707-03 and 09-BIO820-03.
